Pedigree metrics are essential for investigating colony genetic structure. The genetic structure of a closed Callicebus cupreus colony was examined using multigenerational pedigrees. Inbreeding was low, but genetic drift caused the loss of founder genome representation. Pedigrees can be used to detect founder representation and prevent bottlenecks and allele loss.
| INTRODUCTION
The California National Primate Research Center (CNPRC) houses a small closed colony of coppery titi monkeys (Callicebus cupreus) for multiple types of behavioral and neurobiological studies. 1, 2 According to Kaemmerer and Stevens, 3 the CNPRC C. cupreus colony was established in 1972 using animals acquired from the Delta Regional Primate
Center (Covington, Louisiana, USA). In 1978, a cohort of 29 animals from the University of Göttingen in West Germany, which had also originated from the Delta Regional Primate Center, was introduced into this colony. In 1990, 11 wild-caught titi monkeys were imported into the CNPRC colony from Leticia, Colombia; there have been no animals introduced into the colony since 1990. 4 The C. cupreus are maintained as pairs of monogamous adults with one to four offspring, which upon reaching sexual maturity are separated from their parents. The ample data on the social structure and behavioral characteristics of C. cupreus, 5, 6 such as pairing naive animals with those with previous parental and/or alloparental experience, as well as animal temperament and social behavior, are used to assist routine colony management. However, the colony genetic structure and composition are not as well characterized, and therefore, these data are not rigorously used. A more complete understanding of the colony genetic structure is important for the population's long-term viability and productivity. 7 Moreover, as differences in the genetic composition of captive-bred animals influence their suitability in research, knowledge of the C. cupreus colony genetic structure will support the development of this species as an NHP model for research. 8, 9 In 2014, an initiative was implemented to characterize the genetic structure and composition of the CNPRC C. cupreus colony using a panel of short tandem repeats (STRs). 7 However, STR testing was discontinued because parentage testing was deemed unnecessary as these animals are maintained in monogamous, paired housing con- 
| MATERIALS AND METHODS

| RESULTS
The reconstructed pedigrees reveal that the maximum life spans of Inbreeding coefficients (F) ranged from 0.6% to 28.1% and averaged at 5.8%. Over 95% of the animals surveyed exhibited an F value of less than 10%; only three animals had F values that exceeded this threshold. Analysis of genomic similarity revealed that k and kv values were 9.6% and 9.9%, respectively, indicating low levels of genomic similarity within the study cohort. Estimates of expected effective number of founders (fe = 12.14 and fg = 7.82) suggest that it would have taken between eight and 12 equally contributing founders to produce the current level of genetic diversity (GV of 90.1%). The discrepancy between fg and fe points to the loss of unique founder alleles due to genetic drift, resulting in a GU of 1.1%.
| DISCUSSION
Due to its small population size, the C. cupreus colony, which has been closed since 1990 for at least 11 generations, is prone to risks of reduced genetic variation and increased inbreeding. 
